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SP-GST Method 
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Conserved Sequence Primers 1 - 4 could generate SP-GSTs ( triangles) 1-4, respectively. 
1 . Digest with Fragmenting Enzyme {FE) 2. Ligate fragments to Duplex Linker (a 




3. Generate one SP-GST (e.g., SP-GST - 1) : amplify using biotinylated ( £fy primer 1, e.g. (anchoring 
primer) and a duplex linker primer 



4. Capture 
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1 6. SP-GST - 1 identifies species or use as primer back into the conserved gene X to 

Type IIS cleavage site identify species 
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Single Point Genome Sequence Tags (SP-GSTs) from Microbial 16S rDNA 
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